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Description 
Abb64885 Drosophil 



11007 100.0 2113 4 ABB64885 



ALIGNMENTS 



RESULT 1 
ABB64885 

ID ABB64885 standard; protein; 2113 AA. 

XX 

AC ABB64885; 
XX 

DT 26-MAR-2002 (first entry) 
XX 

DE Drosophila melanogaster polypeptide SEQ ID NO 21447. 
XX 

KW Drosophila; developmental biology; cell signalling; insecticide; 

KW pharmaceutical. 

XX 

OS Drosophila melanogaster. 
XX 

PN WO200171042-A2. 
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Untitled 

XX 

PD 27-SEP-2001. 
XX 

PF 23-MAR-2001; 2001WO-US009231. 
XX 

PR 23-MAR-2000; 2000US-0191637P. 

PR ll-JUL-2000; 2000US-00614150. 
XX 

PA (PEKE ) PE CORP NY. 
XX 

PI Venter JC, Adams M, Li PWD, Myers EW; 

XX 

DR WPI; 2001-656860/75. 

DR N-PSDB; ABL08988. 
XX 

PT New isolated nucleic acid detection reagent for detecting 1000 or more 

PT genes from Drosophila and for elucidating cell signaling and cell -cell 

PT interactions. 
XX 

PS Disclosure; SEQ ID NO 21447; 21pp + Sequence Listing; English. 
XX 

CC The invention relates to an isolated nucleic acid detection reagent 

CC capable of detecting 1000 or more genes from Drosophila. The invention is 

CC useful in developmental bioloqy and in elucidating cell signalling and 

CC cell-cell interactions in higher eukaryotes for the development of 

CC insecticides, therapeutics and pharmaceutical drugs. The invention 

CC discloses genomic DNA sequences (ABL16176-ABL30511) , expressed DNA 

CC sequences (ABL01840-ABL16175) and the encoded proteins (ABB57737- 

CC ABB72072). The sequence data for this patent did not form part of the 

CC printed specification, but was obtained in electronic format directly 

CC from WIPO at ftp.wipo.int/pub/published_pct_sequences 

XX 

SQ Sequence 2113 AA; 

Query Match 100.0%; Score 11007; DB 4; Length 2113; 

Best Local similarity 100.0%; Pred. No. 0; 

Matches 2113; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

MTASDKYTYQRTVLCLARVLAGIQPTPWDKVHVHLATHSTSHSASPPGNRLFALTLSGGH 60 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
MTASDKYTYQRTVLCLARVLAGIQPTPWDKVHVHLATHSTSHSASPPGNRLFALTLSGGH 60 

KTDMRGRSGGGGKAVQTLFRYCPQENAAGVFCLDTRAQDAVIALGIYFLEGGCQHEGQIV 120 

IMMIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIilllllllllillllllMIIII 

KTDMRGRSGGGGKAVQTLFRYCPQENAAGVFCLDTRAQDAVIALGIYFLEGGCQHEGQIV 120 

PYLLRLAKCLPKAVWIDDARSNKVERVRIPSAEKFSFCLNTLLSDIAAKCPDSREEIILN 180 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
PYLLRLAKCLPKAVWIDDARSNKVERVRIPSAEKFSFCLNTLLSDIAAKCPDSREEIILN 180 

QVETLSALANIVKSSRDSSSAPPPIILCKATVPLLFGLARSMGRYASNDPPLLCRIFPPE 240 

illlilllllllllllllllllllllllllilllllllllllllllllllllllllllll 
QVETLSALANIVKSSRDSSSAPPPIILCKATVPLLFGLARSMGRYASNDPPLLCRIFPPE 240 

LLPIQKGGGRDGTGSSSSASGTCGGSFSSSERLAATHHFRPIIPRSMSGSLAQAQNASYD 300 

llllllllllllllllllllllllllllilllllllllllllllllllllllllllllll 
LLPIQKGGGRDGTGSSSSASGTCGGSFSSSERLAATHHFRPIIPRSMSGSLAQAQNASYD 300 

DGRQRCAGGKPSKPSLHSYFSVPYDPRTHFFTRYGSSFNQFPNMRVCESPTKGGPRPLYR 360 

llllllllllllllllllllllllllllllillllllllllllllllllllMlilllll 
DGRQRCAGGKPSKPSLHSYFSVPYDPRTHFFTRYGSSFNQFPNMRVCESPTKGGPRPLYR 360 

VPPFPIQHLQTIFAVSKKLLTKDTLEHLDEQASDIFSLHQIKGYCYKSFSETLNLVLVTL 420 

Mlllllliilllllllllllllllllllllllllllllllllllllillllllllllll 

VPPFPIQHLQTIFAVSKKLLTKDTLEHLDEQASDIFSLHQIKGYCYKSFSETLNLVLVTL 420 

LRELLQHQVDLPTPFTKDVQEFVKRLFLNGQTELQNKQQDQERERREENGIAWNKYKVN 480 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIMIIIIIII 
LRELLQHQVDLPTPFTKDVQEFVKRLFLNGQTELQNKQQDQERERREENGIAWNKYKVN 480 

VMANAACVDLLVWAIRDETEADKLCGRLSQKLNLELSHKIVMDHMPLLMVCLEGLGKLAH 540 
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IIIIIIIIIIMIIIIIillllllllllllllllllllllllllllllllllllllllll 
VMANAACVDLLVWAIRDETEADKLCGRLSQKLNLELSHKIVMDHMPLLMVCLEGLGKLAH 540 

KFPNIAGTSISYLRDFLVAPSPILGKLHDHAMQSLAQQKKEKELTPFKIAVQHSDSRTAV 600 

lillllllllllllllllllllllllllllllllllllllllllllllllllllllllll 

KFPNIAGTSISYLRDFLVAPSPILGKLHDHAMQSLAQQKKEKELTPFKIAVQHSDSRTAV 600 

VIYGDNQKPPGSGTGRSGHAAFESLRDAAIENLSIALRAAHTLDQFCVPALVANVSNRLL 660 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
VIYGDNQKPPGSGTGRSGHAAFESLRDAAIENLSIALRAAHTLDQFCVPALVANVSNRLL 660 

QPKVWQMIISQCETHVFDEIMKMFSRVTVQSASLAYTSDPEHRKQFHHVSDAWNALGNI 720 

MM III I MM MM I III llilllll II II MM I Mi l I II I II I Mill MM III 

QPKVWQMIISQCETHVFDEIMKMFSRVTVQSASLAYTSDPEHRKQFHHVSDAWNALGNI 720 
AANIQGDAEMLELLGKLLELFVQIGLDGERSYDNTPGAQKASSRAGNLGMLIPVIAVLVR 780 

II M M M M M M I M M M M M M II M M M II M M M M M M M M M M M I 

AANIQGDAEMLELLGKLLELFVQIGLDGERSYDNTPGAQKASSRAGNLGMLIPVIAVLVR 780 

RLPPIKNPRQRLHKLFKDFWAYCWMGFTNARLWPADWYQGVQQIAAKSPLLISQTAHKS 840 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIMIIIIIIIIIIIIIIIIII 
RLPPIKNPRQRLHKLFKDFWAYCWMGFTNARLWPADWYQGVQQIAAKSPLLISQTAHKS 840 

DMRELNYTLAIKSDSVNELRSQILVLLEHSSDNVATAINKLSFAQCTYLLSVYWLEMLRV 900 

IIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIMIIIIIIIIIIII 
DMRELNYTLAIKSDSVNELRSQILVLLEHSSDNVATAINKLSFAQCTYLLSVYWLEMLRV 900 

ENADEPSLEPIMSYLCDTALQRDKTGIWQCVKCVADQVFEKFRNVLYAHDEIREKVLESQ 960 

IIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIMIIIMIIIIIMIIII 

ENADEPSLEPIMSYLCDTALQRDKTGIWQCVKCVADQVFEKFRNVLYAHDEIREKVLESQ 960 
ATLLLVYFNHIHKPIQMVADQYLSFLVDRFPHLLWNRRVLWCMLDILQLLAYSLSLDPNE 1020 

IIMIIIIIIIIIIIIIIIIIIIIIilllllMIIIIIIMIIIMMIIIIIIIIIIII 

ATLLLVYFNHIHKPIQMVADQYLSFLVDRFPHLLWNRRVLWCMLDILQLLAYSLSLDPNE 1020 
ETPTLRWSTPYTLQLMDSLPARELRLKDFADRCQGIVNEAMKWAPRSTRSHLQEYPNQI 1080 

IIIIIIIIMIIIIIIIIIIIIIIMIIIIIilllllllllllMMMIIIIIIIIIII 

ETPTLRWSTPYTLQLMDSLPARELRLKDFADRCQGIVNEAMKWAPRSTRSHLQEYPNQI 1080 
PTPVLAHHSGLALAFDSWSSSAQHTGTMSKRPSCVNSDTPRFVSVLCLRSKYAGEISGL 1140 

II I i II II II I II II I M I II II II I II II II II I II I II I M II II I II II II II II 1 1 

PTPVLAHHSGLALAFDSWSSSAQHTGTMSKRPSCVNSDTPRFVSVLCLRSKYAGEISGL 1140 

LSVLSEKDKAGLADRLVSDVWEACAEKSDARHRGALWRATAYLIICSEISRKLLHAVASS 1200 

llllllllllllllllllllllllllllllilllllllllllllllllllllllllllll 
LSVLSEKDKAGLADRLVSDNArt/EACAEKSDARHRGALWRATAYLIICSEISRKLLHAVASS 1200 

QLELFTESAMETAVECWQWVLTARQDLELCFIQEMVSAWQTTFEKRMGLFAWETEVTHPL 1260 

IIIIIIMMIIIIIIIIMIIIIIIIIIMIIMIMIIIIIIIIIIIIIIIIIIIIM 

QLELFTESAMETAVECWQWVLTARQDLELCFIQEMVSAWQTTFEKRMGLFAWETEVTHPL 1260 
AAYEGCKLVSKPILIAPHLIWLQLLSEMVDTAKYCNRDKVEMFCLLLHRCLPVLKSSKQN 1320 

IIIIIMIMIIIIIIIIIMIIIIIIIIIIIIIIIIIMIIIIIMIIIIIIIIIIIII 

AAYEGCKLVSKPILIAPHLIWLQLLSEMVDTAKYCNRDKVEMFCLLLHRCLPVLKSSKQN 1320 
RQVSTVGCRFKLLQCGLSLLQGNTIPKSLSRNILRERIYSNALDYFCGPPTCPNQSREQL 1380 

II II I II M II 1 1 1 1 II M II 1 1 MM I II 1 1 1 II 1 1 1 II 1 1 II II I II II II II I II II 

RQVSTVGCRFKLLQCGLSLLQGNTIPKSLSRNILRERIYSNALDYFCGPPTCPNQSREQL 1380 
LEDIMILLKFWQTMRSEKKHLVTSEVGDYDLTNASVSSTQMLAVRNNPETASLISGGGLV 1440 

lllllllllllllllllilllllllMIIIIIIIIIMIIIIIMIIIIIIIIIIIII 

LEDIMILLKFWQTMRSEKKHLVTSEVGDYDLTNASVSSTQMLAVRNNPETASLISGGGLV 



NDYTRSMSASGNAVGMGMGVAGGGSSSGWYNTIPHSTSTLSKRSNRSKRLQYQKDSYDKD 

IIIIIIIIIIIIIIIIIIIMIIIIIIIIMIMIIIIIIIIIIIIIIIIIIIIIIIIII 
NDYTRSMSASGNAVGMGMGVAGGGSSSGWYNTIPHSTSTLSKRSNRSKRLQYQKDSYDKD 

YMKKRNLILELLAVELEFLITWYNPNSLPDLIVPGEEQITEWRNRPYKSTVWRDYARLAW 

I IIIIIIIIIIIIMI IIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIII II 
YMKKRNLILELLAVELEFLITWNPNSLPDLIVPGEEQITEWRNRPYKSTVWRDYARLAW 



1440 
1500 
1500 
1560 
1560 
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1561 CYNPALAVFLPQRIKNAEIIDEEVSRLVCSDPIAVCHIPEALKYLCTTKNLLQESPDLVY 1620 

IIIIIIIMIIIIIillllllllllllllllllllMIMIIIIIIIIIIMIIIIIIII 

1561 CYNPALAVFLPQRIKNAEIIDEEVSRLVCSDPIAVCHIPEALKYLCTTKNLLQESPDLVY 1620 

1621 ILSWSPVTPIQALAYFSRQYPSHPLTAQYAVKTLSSYPAESVLPYIPQLVQALRHDTMGY 1680 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMillllllllllllllll 
1621 ILSWSPVTPIQALAYFSRQYPSHPLTAQYAVKTLSSYPAESVLPYIPQLVQALRHDTMGY 1680 

1681 WEFIKNISRRSQIVAHQLIWNMQTNMYMDEDQQHKDPNLYEALDQLSQSIIASFSGAAK 1740 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
1681 WEFIKNISRRSQIVAHQLIWNMQTNMYMDEDQQHKDPNLYEALDQLSQSIIASFSGAAK 1740 

1741 RFYEREFDFFGKITAVSGEIRSFAKGIERKNACLAALSRIKVQGGCYLPSNPEAMVLDID 1800 

lllillllllllllllllllllllllllllllllllllllllllllllllllllllllll 
1741 RFYEREFDFFGKITAVSGEIRSFAKGIERKNACLAALSRIKVQGGCYLPSNPEAMVLDID 1800 

1801 YSSGTPMQSAAKAPYLARFRVYRCGITELETRAMEVSNNPNSQEDAKMTLGVESWQAAIF 1860 

lllllllllllllllllllllllllillllllllllllllllllllllllllllllllll 
1801 YSSGTPMQSAAKAPYLARFRVYRCGITELETRAMEVSNNPNSQEDAKMTLGVESWQAAIF 1860 

1861 KVGDDVRQDMLALQVITIFKNIFQQVGLDLFLFPYRWATAPGCGVIECVPNAK5RDQLG 1920 

IIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIM 

1861 KVGDDVRQDMLALQVITIFKNIFQQVGLDLFLFPYRWATAPGCGVIECVPNAKSRDQLG 1920 
1921 RQTD5GLSEYFQHQYGDESSKEFQAARANFVKSMAAYSLIGYLLQIKDRHNGNIMIDKDG 1980 

IIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIII 

1921 RQTDSGLSEYFQHQYGDESSKEFQAARANFVKSMAAYSLIGYLLQIKDRHNGNIMIDKDG 1980 
1981 HIIHIDFGFMFESSPGGNIGFEPDMKLTDEMVMIMGGKMDSPAFKWFCELCVQAFLAVRP 2040 

II MM MM III 1 1 MM III I III I IN I III I Ml I III 1 1 II I III I III I III 1 1 

1981 HIIHIDFGFMFESSPGGNIGFEPDMKLTDEMVMIMGGKMDSPAFKWFCELCVQAFLAVRP 2040 

2041 YQDAIVSLVSLMLDTGLPCFRGQTINLLKQRFVATKNNKEAAAHMLAVIRNSYQNFRTRT 2100 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
2041 YQDAIVSLVSLMLDTGLPCFRGQTINLLKQRFVATKNNKEAAAHMLAVIRNSYQNFRTRT 2100 

2101 YDMIQYYQNQIPY 2113 

lllllllllllll 
2101 YDMIQYYQNQIPY 2113 
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